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Multiplexed capture of spatial configuration
and temporal dynamics of locus-specific 3D
chromatin by biotinylated dCas9
Xin Liu1,2†, Yong Chen3,4†, Yuannyu Zhang1,2†, Yuxuan Liu1,2, Nan Liu5, Giovanni A. Botten1,2, Hui Cao1,2,
Stuart H. Orkin5,6, Michael Q. Zhang3 and Jian Xu1,2*
Abstract
The spatiotemporal control of 3D genome is fundamental for gene regulation, yet it remains challenging to profile
high-resolution chromatin structure at cis-regulatory elements (CREs). Using C-terminally biotinylated dCas9,
endogenous biotin ligases, and pooled sgRNAs, we describe the dCas9-based CAPTURE method for multiplexed
analysis of locus-specific chromatin interactions. The redesigned system allows for quantitative analysis of the spatial
configuration of a few to hundreds of enhancers or promoters in a single experiment, enabling comparisons across
CREs within and between gene clusters. Multiplexed analyses of the spatiotemporal configuration of erythroid
super-enhancers and promoter-centric interactions reveal organizational principles of genome structure and
function.
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Background
The eukaryotic genome is hierarchically organized
into multiscale domains by 3D chromatin interactions
[1–3]. The spatial and temporal regulation of higher-
order chromatin organization modulates gene tran-
scription that in turn controls cellular phenotypes in
development and disease [4–8]. Recent genome-scale
analysis of the 3D genome uncovered multilayered
structural units including compartments, topologically
associating domains (TADs), and chromatin loops [9–
14]. At the highest resolution, chromatin loops medi-
ate enhancer-promoter interactions to control tissue-
and developmental stage-specific gene expression [13,
14]. Currently, major challenges are to elucidate the
underlying principles of chromatin organization and
to understand how chromatin interactions between
cis-regulatory elements (CREs) relate to gene activity
[15, 16].
Current technologies in studying 3D genome rely
on chromatin conformation capture (3C)-based nu-
clear proximity ligation to detect interacting DNA
fragments tethered together by long-range chromatin
loops [15]. While Hi-C [9] and ChIA-PET [17] tech-
nologies have enabled systematic interrogations of
genome-scale landscapes of chromatin interactions,
they often lack the level of resolution required to
evaluate the spatial organization of locus-specific
interactions including enhancer-promoter looping, as
well as their temporal dynamics during cellular
differentiation [1, 16]. They also do not provide in-
formation about the composition of trans-acting fac-
tors that regulate long-range chromatin interactions.
To isolate endogenous CRE-regulating chromatin
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complexes and 3D structure, we previously devel-
oped the dCas9-based CAPTURE (CRISPR Affinity
Purification in situ of Regulatory Elements) method
[18–20]. By co-expression of the biotin-acceptor-site-
containing dCas9, bacterial BirA biotin ligase, and target-
specific sgRNAs, the locus-bound dCas9 complexes are
in vivo biotinylated and isolated by streptavidin-based affin-
ity purification, followed by analyses of locus-associated
protein factors and long-range DNA interactions using pro-
teomics and 3C-based methodologies, respectively [18–20].
The CAPTURE method provides a complementary method
for unbiased analysis of locus-specific chromatin inter-
actions without predefined protein factors or a priori
knowledge of the target loci.
The original CAPTURE protocol [18, 19] relies on a
single or several sgRNAs to isolate a single CRE in
mammalian genomes, which requires large numbers
of cells for proteomics (108~109) or 3C-based (5 ×
107) analyses. Because of the cell number require-
ments, the experimental designs involve the gener-
ation of stable cell lines co-expressing CAPTURE
components, thus are not applicable to primary tis-
sues or rare cell populations, suggesting that the cap-
ture sensitivity and efficiency need to be improved for
low cell numbers. Moreover, the single locus-based
capture requires independent experiments by individ-
ual sgRNAs targeting discrete CREs and is subject to
variations in experimental conditions (e.g., dCas9 and
sgRNA expression levels in different cell lines). Thus,
it does not allow comparisons between different CREs
in a single experiment or the same CREs at different
stages of cellular differentiation [18].
Hence, there remains a need for the new methodology
that can map the spatial organization and temporal dy-
namics of chromatin structure of many genomic loci at
once in living cells. The method should be applicable to
any genomic loci and capture full interaction profiles at
high resolution, enabling systematic comparisons across
CREs within and between gene clusters or developmen-
tal stages. Here, we describe the significantly redesigned
CAPTURE2.0 method for multiplexed, high-throughput,
and high-resolution analysis of CRE-mediated 3D chro-
matin structure. The new system enables quantitative
analysis of the spatial configuration of a few to hundreds
of enhancers or promoters in a single experiment.
Multiplexed analyses of erythroid super-enhancers (SEs)
reveal SE hierarchical structure and distinct modes of
SE-gene interactions. High-throughput capture of
promoter-centric interactions establishes the instructive
function of developmentally controlled enhancer-
promoter loops in transcriptional regulation and lineage
differentiation. These applications illustrate the ability of
multiplexed CAPTURE for decoding the organizational
principles of genome structure and function.
Results
A redesigned CAPTURE system by C-terminal biotin-
labeled dCas9
To isolate locus-specific chromatin interactions, we pre-
viously developed the CAPTURE method by co-
expressing the N-terminal FLAG-biotin (FB)-tagged
dCas9, BirA biotin ligase, and sgRNAs (Additional file 1:
Figure S1a; CAPTURE1.0). Upon in vivo biotinylation,
the locus-bound dCas9 was isolated by streptavidin-
based affinity purification, followed by the analysis of
locus-associated protein factors and long-range DNA in-
teractions [18–20]. The original CAPTURE1.0 system
required the generation of stable cell lines co-expressing
three components (FB-dCas9, BirA, and sgRNA), thus
was not applicable to primary cells or rare cell popula-
tions. Moreover, the single locus-based capture did not
allow comparisons between different genomic loci in a
single experiment [18, 19].
Several critical factors influence the efficiency of CAP-
TURE assays. First, the efficacy of the sequence-specific
sgRNA in directing dCas9 to its target genomic locus is
important and is largely dictated by the underlying se-
quences [21, 22]. Second, the expression levels of dCas9
and sgRNA need to be optimized to maximize dCas9
on-target binding and minimize non-specific signals [18,
19]. Third, the efficiency of in vivo biotinylation of
dCas9 protein is critical for the purification of dCas9-
tethered genomic loci from the cellular milieu. To de-
velop a widely applicable technology for analyzing locus-
specific chromatin structures across cell types, we sought
to evolve the CAPTURE method by multiple iterations
considering factors that influence capture efficiency. We
first engineered a tricistronic vector containing BirA,
FB-dCas9, and zsGreen1 to allow for co-expression of
BirA and dCas9 from a single transcript (Additional file 1:
Figure S1a; CAPTURE1.1). We next replaced the FLAG-
biotin-tag with a BioTAP-tag [23, 24], which contains a
69-amino-acid biotinylation targeting sequence that is
recognized by endogenously expressed biotin protein li-
gases (BPL) in eukaryotic cells [23, 25]. More import-
antly, we noted that the N-terminus of dCas9 is in close
proximity to target DNA recognition domain that lies
within the PAM-recognition cleft [26, 27], which might
result in epitope masking that interferes with in vivo bio-
tinylation. In contrast, the C-terminus of dCas9 is largely
unstructured and exposed [26, 27]. Therefore, we
engineered two versions of CAPTURE2.0 using N- and
C-terminal biotin-tagged dCas9 (Additional file 1: Figure
S1a; CAPTURE2.0 NBio and CBio).
We then compared the capture efficiency and on-
target enrichment of different CAPTURE systems by
CAPTURE-ChIP-qPCR analysis of the human β-globin
gene promoters (HBG1, HBG2, and HBB) in K562 cells.
By co-expressing CAPTURE1.0 (FB-dCas9 and BirA)
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and a validated sgRNA targeting HBG1/2 promoters
[18], we detected 740-fold on-target enrichment relative
to the nearby non-targeted HBB promoter (Add-
itional file 1: Figure S1b). The bicistronic CAPTURE1.1
system modestly improved the capture efficiency by a
4.8-fold increase in ChIP signal at HBG1/2 promoters
(8.4% vs 1.7% of input DNA) and increased on-target en-
richment (2668-fold). Importantly, both NBio- and
CBio-CAPTURE2.0 systems markedly increased the cap-
ture efficiency (Additional file 1: Figure S1b). The C-
terminal biotinylation of dCas9 resulted in a 13.6-fold
increase in capture efficiency relative to CAPTURE1.0
(23.7% vs 1.7% of input DNA), whereas the on-target en-
richment was largely comparable between different
CAPTURE systems. These results demonstrate that the
redesigned CAPTURE2.0 system by C-terminal biotin-
tagging significantly improved the capture efficiency
while retaining high specificity and on-target enrichment
for purification of dCas9-targeted chromatin.
Multiplexed CAPTURE of β-globin locus control region
To validate the redesigned CAPTURE system for charac-
terizing locus-specific chromatin interactions, we fo-
cused on the CAPTURE-3C-seq method [18].
Specifically, we combined high-affinity dCas9 capture
with 3C-based chromatin interaction assays [15] to iden-
tify locus-specific long-range DNA interactions (Fig. 1a;
Additional file 1: Figure S2a). By co-expressing in vivo
biotinylated dCas9-CBio and sgRNAs targeting specific
CREs, the CRE-regulating long-range DNA interactions
were cross-linked, followed by restriction enzyme
(DpnII) digestion and proximity ligation of interacting
DNA fragments. The ligated chimeric DNA were frag-
mented by sonication, followed by streptavidin-mediated
capture of biotinylated dCas9-targeted CREs. The cap-
tured CREs and associated long-range DNA interactions
were then reverse cross-linked, purified, and analyzed by
pair-end sequencing to identify the interacting DNA
sequences (Fig. 1a).
With the significantly improved capture efficiency, we
explored whether the CAPTURE2.0 system may enable
high-resolution and multiplexed analysis of several CREs
within the same enhancer cluster in a single experiment.
We focused on the locus control region (LCR) of the hu-
man β-globin gene cluster consisting of five DNase I
hypersensitive sites (DHS) (HS1 to HS5; Fig. 1b). We de-
signed pooled sgRNAs containing two sgRNAs for each
DHS (total 10 sgRNAs) and co-expressed with dCas9-
CBio in K562 cells (Fig. 1b; Additional file 2: Table S1).
The captured chromatin was analyzed by multiplexed
CAPTURE-3C-seq to determine LCR-mediated long-
range DNA interactions (Fig. 1a; see the “Methods” sec-
tion). As important quality controls, we analyze genome-
scale dCas9 binding by CAPTURE-ChIP-seq in cells
expressing target-specific (sgLCR containing pooled 10
sgRNAs) or non-targeting (sgGal4) control sgRNAs. We
observed that the sgRNA-targeted DHS regions (HS1 to
HS5) were the top enriched peaks in sgLCR-expressing
samples, whereas no or minimal enrichment of the pre-
dicted sgRNA off-targets was detected (Fig. 1c; Add-
itional file 3: Table S2). Analysis of gene expression
using RNA-seq in cells expressing sgLCR or no sgRNA
(WT) also revealed minimal changes in transcriptomics
(Fig. 1d). Further, the expression of β-globin mRNAs
remained unchanged in cells expressing no sgRNA, non-
targeting sgGal4, or target-specific sgLCR (Fig. 1d; Add-
itional file 1: Figure S1c), suggesting that the multiplexed
capture of LCR enhancers by biotinylated dCas9 did not
interfere with endogenous gene expression.
By multiplexed CAPTURE-3C-seq, we identified a
total of 2564 LCR-associated long-range interactions, in-
cluding 1829 (71.8%) interactions within 1Mb from LCR
and 1557 (61.2%) within the β-globin cluster (Fig. 1e;
Additional file 4: Table S3). We quantitatively analyze
long-range DNA interactions by the FDR-controlled
Bayes factor (BF) and identified “high-confidence inter-
actions” with BF scores ≥20 (see the “Methods” section;
Additional file 1: Figure S2a). Notably, the interaction
frequencies were significantly higher between LCR en-
hancers and the active genes (HBE1, HBG1, and HBG2)
than the repressed gene (HBD and HBB), consistent with
enhancer-promoter loop formation in transcriptional ac-
tivation [28, 29]. Comparing with CTCF and RNAPII
ChIA-PET data [30, 31], we identified known CTCF- or
RNAPII-mediated chromatin interactions including the
interactions between the flanking HS5 and 3′HS1 insula-
tors (Fig. 1e). We next resolved the captured LCR-
mediated interactions (sgLCR) to individual enhancers
by retaining the identified pair-end tags (PETs) at each
HS enhancer (HS1 to HS5; Fig. 1e). We observed strik-
ing similarities in the interaction profiles at each HS en-
hancer by multiplexed capture compared to our
previous results using individual enhancer-specific
sgRNAs in independent capture experiments [18] (Add-
itional file 1: Figure S3). These results suggest that the
multiplexed capture retains the native chromatin inter-
actions and is capable of capturing high-resolution
interactions at multiple CREs in a single experiment.
Moreover, by multiplexed capture of β-globin LCR en-
hancers, we also confirmed our previous findings that
the HS3 enhancer contained significantly more long-
range interactions than the nearby HS2 enhancer [18]
(Fig. 1e; Additional file 1: Figure S3), although HS2 had
stronger enhancer functions in reporter assays or trans-
genic mouse models [32, 33]. Given that all sgRNAs
were co-expressed with dCas9 in the same experiment,
these results illustrate that the multiplexed capture of
multiple constituent enhancers within the same
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Fig. 1 Multiplexed CAPTURE of locus-specific long-range DNA interactions. a Schematic of multiplexed analysis of locus-specific chromatin
interactions by the redesigned CAPTURE2.0 system containing the C-terminal biotin-tagged dCas9 (dCas9-CBio) and sgRNA. Major steps of the
CAPTURE-3C-seq method are shown. b Schematic of dCas9-mediated multiplexed capture of the human β-globin LCR. c Genome-wide analysis
of dCas9 binding in cells expressing LCR-targeting sgRNAs (sgLCR) or non-targeting sgGal4. Data points for the sgRNA target regions are shown
by arrowheads, and the predicted off-targets are shown as red dots. The x- and y-axes denote the log2 mean read counts and the log2 ratio of
read counts in sgLCR and sgGal4 samples from N = 2 and 4 CAPTURE-ChIP-seq experiments, respectively. d Genome-wide differential gene
expression analysis was performed using RNA-seq in K562 cells expressing dCas9-CBio with sgLCR or wild-type (WT) K562 cells. The β-like globin
genes are indicated by colored data points. Pearson correlation coefficient (R) value is shown (N = 2 RNA-seq experiments). e Browser view of
LCR-mediated long-range interactions (chr11: 5,222,424-5,323,623; hg19) is shown. Contact profiles including the density map and interactions (or
loops) for the dCas9-captured LCR or the resolved individual HS regions are shown. The statistical significance of interactions was determined by
the Bayes factor (BF) and indicated by the color scale bars. DHS, ChIP-seq, RNA-seq, ChromHMM, CAPTURE-ChIP-seq (sgLCR), and ChIA-PET (CTCF
and RNAPII) data are shown for comparison
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enhancer cluster helps identify the underlying
organizational structures controlling enhancer function.
Finally, by comparing the normalized number and fre-
quency of long-range DNA interactions identified by
CAPTURE, ChIA-PET [30, 31], 4C [34], H3K27ac
HiChIP [35], and Hi-C [13, 36], we observed that the
multiplexed CAPTURE2.0 system displayed comparable
or slightly higher percentage of unique PETs and on-
target enrichment than CAPTURE1.0 (Additional file 1:
Figure S4a). Both CAPTURE systems outperformed
ChIA-PET or Hi-C by increasing the percentage of
unique PETs and on-target enrichment (Additional file 1:
Figure S4a,b).
Together, the proof-of-principle analyses of β-globin
LCR by dCas9 capture not only validated previously
identified CRE-mediated long-range DNA interactions,
but also established the redesigned CAPTURE2.0 system
for high-resolution and multiplexed analysis of locus-
specific chromatin interactions in situ.
Multiplexed CAPTURE of erythroid super-enhancers
Super-enhancers (SEs) are putative enhancer clusters as-
sociated with high levels of enhancer activities and
enhancer-regulating chromatin factors [37], although the
organizational principles of SEs remain largely unknown.
A major challenge of analyzing SE structure-function is
the lack of sufficient resolution by Hi-C or ChIA-PET-
based analysis of SE-mediated chromatin interactions.
We reasoned that multiplexed analysis of SEs and their
constituent enhancers by high-resolution dCas9 capture
in their native chromatin may allow the dissection of
spatial organization of SE structure-function in gene
regulation. To this end, we designed pooled sgRNAs
consisting of 2 or 3 sgRNAs at each constituent enhan-
cer within the top 157 SEs identified by H3K27ac ChIP-
seq in K562 cells (total 1870 sgRNAs for 807 constituent
enhancers; Fig. 2a; Additional file 2: Table S1) [37]. To
avoid interference with endogenous enhancer activity or
gene transcription, we designed sgRNAs in close prox-
imity to but not overlapping with the enhancer-
associated accessible chromatin by ATAC-seq (Fig. 2a).
We next performed multiplexed CAPTURE-3C-seq of
dCas9-captured SEs in a single experiment (two bio-
logical replicates; Additional file 3: Table S2) and identi-
fied high-confidence long-range DNA interactions at
156 of 157 (99.4%) SEs and 753 of 807 (93.3%) individual
enhancers (Fig. 2a), indicating a high capture efficiency
by multiplexed analysis of hundreds of independent
CREs. We also observed significant enrichment of the
vast majority of sgRNA-targeted enhancers by
CAPTURE-ChIP-seq in cells expressing target-specific
(sgSE) related to non-targeting (sgGal4) sgRNAs
(Fig. 2b). No significant change in the expression of SE-
associated genes, defined as the nearest neighbor genes
within a 50-kb genomic region, was detected by RNA-
seq (Fig. 2c), suggesting that the multiplexed capture of
erythroid SEs by dCas9 did not interfere with endogen-
ous gene transcription.
Enhancers often regulate gene transcription over long
distances; thus, it remains difficult to identify the target
gene(s) of a given enhancer. By multiplexed capture of
chromatin interactions associated with SEs and their
constituent enhancers, we sought to determine SE-
regulating target genes that physically interact with the
capture enhancers. To this end, we categorized the cap-
tured SE-mediated long-range DNA interactions into
three groups including SEs to gene promoters (SE-P),
SEs to gene bodies (SE-G), and SEs to other genomic re-
gions (SE-O) (Fig. 2d). We observed that the frequencies
of SE-P interactions are significantly higher than SE-G
or SE-O interactions (Fig. 2d). We then designated SE
target genes as genes that significantly interact with the
capture SEs (see the “Methods” section). By this analysis,
we identified 5 distinct patterns of SE-gene interactions,
including single SE to single gene, single SE to multiple
genes, multiple SEs to single gene, multiple SEs to mul-
tiple genes, and SEs containing no significant interacting
gene (Fig. 2e). Of note, the most predominant interact-
ing patterns are the single SE to multiple genes (88 SEs
or 56%) and multiple SEs to multiple genes (29 or 19%),
suggesting that the majority of SEs form long-range in-
teractions with multiple target genes. Compared with
CTCF- or RNAPII-mediated interactions by ChIA-PET
[30, 31] or in situ Hi-C [13], the multiplexed capture dis-
played improved resolution at the capture loci (Fig. 2f–
h; Additional file 1: S5a-d). These results demonstrate
that multiplexed CAPTURE-3C-seq enables the high-
resolution analysis of enhancer-mediated chromatin
looping and the identification of SE-associated gene tar-
gets at the single enhancer resolution.
Spatial and hierarchical organization of super-enhancers
With the significantly improved resolution in identifying
locus-specific chromatin interactions by multiplexed
CAPTURE-3C-seq, we next determined the spatial
organization of SEs by analyzing long-range interactions
associated with individual constituent enhancers (Fig. 3a).
We previously analyzed SE hierarchy based on Hi-C in-
teractions and identified a subset of SEs containing “hub
enhancers” in several human cell lines [38]. We defined
hub enhancers using a computational metric called hier-
archical score (H-score), in which the frequency of chro-
matin interactions identified by Hi-C was standardized
and compared across the binned human genome.
However, due to the limited sequencing depths of the
available Hi-C experiments, our analysis of SE hierarchy
was limited by a 5-kb resolution [38]. With the high-
resolution capture of SE-mediated interactions by
Liu et al. Genome Biology           (2020) 21:59 Page 5 of 20
Fig. 2 Multiplexed CAPTURE of erythroid super-enhancers. a Schematic of the multiplexed analysis of erythroid SEs. SEs were identified by ROSE
[37] using H3K27ac ChIP-seq signal in K562 cells. Schematic of sgRNA design is shown. Pie charts on the left show the distribution of the
captured SEs and constituent enhancers at intragenic, intergenic, or both regions. Pie charts on the right show the numbers and percentages of
captured SEs and constituent enhancers (green color). b Genome-wide analysis of dCas9 binding in cells expressing SE-targeting sgRNAs (sgSE)
or non-targeting sgGal4. Data points for the sgRNA captured SEs are shown as green. The x- and y-axes denote the log2 mean read counts and
the log2 ratio of read counts in sgSE and sgGal4 samples from N = 2 and 4 CAPTURE-ChIP-seq experiments, respectively. c Genome-wide
differential gene expression analysis was performed using RNA-seq in K562 cells expressing dCas9-CBio with sgSE or WT K562 cells. Data points
for SE target genes and other genes are shown as red and gray, respectively. Pearson correlation coefficient (R) value is shown (N = 2 RNA-seq
experiments). d Analysis of SE-mediated long-range interactions by categorizing all interactions into SEs to gene promoters (SE-P), SEs to gene
bodies (SE-G), and SEs to other genomic regions (SE-O). Schematic of SE-mediated interactions is shown on the top. The interaction frequency
was calculated by the normalized PETs per kilobase of captured DNA sequences. Boxes show the median of the data and quartiles, and whiskers
extend to 1.5× of the interquartile range. P values were calculated by a two-sided Kolmogorov-Smirnov (K-S) test. e Pie chart shows the fractions
of the captured SE-mediated interactions between SEs and gene targets. f A representative locus is shown for the single SE to single gene
interactions (SE137). Contact profiles including the density map and interactions for the dCas9-captured SE region (red bar) are shown. The
statistical significance of interactions was determined by the Bayes factor (BF) and indicated by the color scale bars. DHS, ChIP-seq, ChromHMM,
ChIA-PET (CTCF and RNAPII), and in situ Hi-C data are shown for comparison. g A representative locus is shown for the single SE to multiple
genes (SE43). h A representative locus is shown for the multiple SEs to multiple genes (SE41 and SE42)
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CAPTURE-3C-seq (Fig. 2a), we adapted the H-score
computational metric by the following modifications
(Additional file 1: Figure S2b). First, we counted PETs
identified at each enhancer and normalized by enhancer
peak size and sequencing depth. The normalized PETs
reflect the standardized chromatin interactions at cap-
tured enhancers that are independent of capture effi-
ciency by different sgRNAs (Fig. 2b). Second, we
calculate the H-score by the mean of PETs of all en-
hancers within a SE. By this analysis, a higher H-score
indicates that the chromatin interactions at the associ-
ated enhancer are more enriched than other enhancers
within a SE. Third, the H-scores of all enhancers are fit-
ted as gamma distribution, and the enhancers associated
with significantly higher H-scores (P < 0.05) are referred
to as hub enhancers, whereas other enhancers are
termed non-hub enhancers (Fig. 3b; Additional file 1:
Figure S2b). Lastly, a SE is categorized as a hierarchical
SE if it contains at least one hub enhancer, otherwise as
a non-hierarchical SE (Fig. 3b).
We applied this pipeline to dissect SE hierarchy using
chromatin interactions from multiplexed CAPTURE-3C-
seq in K562 cells, and identified 40 of 156 (25.6%) cap-
tured SEs that displayed hierarchical structures contain-
ing at least one hub enhancer (Fig. 3b; Additional file 5:
Table S4; Additional file 6: Table S5). Importantly, some
hierarchical SEs were not identified in previous Hi-C-
based analysis likely due to the limited resolution [38].
Fig. 3 Hierarchical organization of super-enhancers identified by multiplexed CAPTURE. a Schematic of the hierarchical structure of SEs based on
constituent enhancer-mediated long-range chromatin interactions. b Identification of hierarchical SEs by the H-score computational metric. c A
representative locus is shown for a hierarchical SE containing the hub enhancer. Contact profiles including the density map, interactions between
enhancers, and all interactions for the dCas9-captured SE region (red bar) are shown. The identified hub and non-hub enhancers are depicted by
green (hub) and red (non-hub) lines, respectively. d A representative locus is shown for a non-hierarchical SE without hub enhancer. e Chromatin
landscapes at hub, non-hub enhancers, and non-hierarchical SEs in K562 cells. Spatial distribution of DHS, histone marks (H3K4me1 and H3K27ac),
TFs (p300, GATA1, and TAL1), RNAPII, and chromatin structure factors (CTCF, SMC3, and RAD21) is shown in hub (N = 42) and non-hub enhancers
(N = 260) and non-hierarchical SEs (N = 117). P values were calculated using the two-sample Kolmogorov-Smirnov (K-S) test. ***P < 0.001, **P <
0.01, *P < 0.05, n.s. not significant
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By comparing chromatin interactions identified by
ChIA-PET [30, 31], Hi-C [13], and multiplexed CAP-
TURE at multiple individual hierarchical and non-
hierarchical SEs, we observed higher resolution inter-
action profiles at the captured enhancers by CAPTURE
(Fig. 3c, d; Additional file 1: Figure S6a, b), illustrating
that the multiplexed dCas9 capture enables quantitative
analysis of the spatial organization of individual en-
hancers within the SE clusters.
To determine the distinguishing features associated
with hub and non-hub enhancers within hierarchical
SEs, we analyzed the spatial patterns of DHS, enhancer-
associated histone marks (H3K4me1 and H3K27ac), and
chromatin occupancy of various transcription factors
(TFs) (p300, RNAPII, GATA1, and TAL1) and chroma-
tin regulators (CTCF, SMC3, and RAD21). Active en-
hancers are operationally defined by the presence of
H3K4me1 and H3K27ac [39–41]; however, no signifi-
cant difference in H3K4me1 and H3K27ac ChIP-seq sig-
nals was observed at hub and non-hub enhancers,
suggesting that hub enhancers cannot be reliably identi-
fied by enhancer-associated histone marks. Instead, we
observed significantly higher signals for p300 and eryth-
roid master regulators GATA1 and TAL1 and a modest
increase in DHS signals at hub enhancers (Fig. 3e). Most
importantly, we observed significantly increased binding
of CTCF and cohesin subunits (SMC3 and RAD21), two
factors essential for mediating long-range chromatin
looping and enhancer-promoter interactions [42, 43], at
hub enhancers (Fig. 3e). Although non-hub enhancers
and non-hierarchical SEs were also enriched with
CTCF/cohesin relative to the flanking genomic regions,
no or modest differences in CTCF/cohesin binding were
observed between non-hub enhancers and non-
hierarchical SEs (Fig. 3e). These results are consistent
with the role of CTCF and cohesin in mediating chro-
matin interactions at hub enhancers [38], illustrating
that the analysis of high-resolution chromatin interac-
tions by dCas9 capture provides opportunities to exam-
ine the underlying organizational principles of SEs in
gene regulation. Furthermore, while similar TF motifs
were found to be enriched at hierarchical and non-
hierarchical SEs (Additional file 1: Figure S6c), we noted
that the distances between hierarchical SEs and their as-
sociated gene targets were significantly greater than the
distances between non-hierarchical SEs and gene targets
(P = 1.95E−5 by Student’s t test; Additional file 1: Figure
S6d), suggesting that the hub enhancer-containing hier-
archical SEs tend to locate more distal to their gene targets.
Multiplexed CAPTURE of promoter-centric chromatin
interactions
Lineage differentiation requires coordinated control of
gene-proximal promoters and distal CREs such as
enhancers, yet the temporal dynamics of CRE-mediated
chromatin interactions and how they relate to gene ac-
tivity remain largely unknown. To gain insights into the
temporal regulation of locus-specific chromatin interac-
tions during lineage differentiation, we mapped
promoter-centric chromatin architecture in the well-
established G1E-ER4 (hereafter called G1ER) erythroid
cell differentiation model [44]. The Gata1-null G1ER
cells, a G1E subclone that constitutively expresses an
estradiol-activated form of GATA1 fused to the estrogen
receptor ligand binding domain (GATA1-ER) [44–46],
are maintained in an undifferentiated state and express a
high level of GATA2. Upon activation of the GATA1-ER
transgene by β-estradiol treatment in G1ER cells,
GATA1 binds to its chromatin targets to modulate gene
transcription whereas GATA2 expression is sharply
downregulated resulting in a “GATA switch” and eryth-
roid differentiation [44, 47, 48]. Notably, while β-
estradiol treatment had no apparent effect on GATA1-
ER transgene expression, GATA1 shifted its chromatin
occupancy during erythroid maturation of G1ER cells
(Additional file 1: Figure S7a, b). Using this model, we
sought to determine how promoter-mediated chromatin
loops are established or reconstructed upon gene activa-
tion or deactivation, respectively, at varying time points
of GATA1-induced erythroid differentiation (0, 2, 6, 12,
and 24 h) (Fig. 4a). The differentiation-associated
changes in gene expression, chromatin accessibility, epi-
genetic landscapes, and promoter-centric chromatin in-
teractions were determined by RNA-seq, ATAC-seq,
ChIP-seq, and multiplexed CAPTURE-3C-seq, respect-
ively (Fig. 4a; Additional file 2: Table S1).
We designed pooled sgRNAs consisting of 2 or 3
sgRNAs per promoter region for 22 promoters of the
most significantly upregulated genes (hereafter called
“activated” promoters) during erythroid differentiation of
G1ER cells (Fig. 4a). Likewise, we designed pooled
sgRNAs consisting of 2 or 3 sgRNAs per promoter re-
gion for 20 promoters of the most significantly downreg-
ulated genes (hereafter called “repressed” promoters). To
avoid interference with endogenous promoter activity or
gene transcription, we designed sgRNAs in close prox-
imity to but not overlapping with the promoter-
associated accessible chromatin. As important quality
controls, we performed RNA-seq in cells expressing
sgRNAs targeting activated promoters (sgAct), repressed
promoters (sgRep), or non-targeting sgGal4 in undiffer-
entiated (0 h) and differentiated (24 h) G1ER cells. The
global transcriptomic profiles were highly similar in
G1ER cells expressing target-specific (sgAct or sgRep) or
non-targeting sgGal4 before or after differentiation
(Fig. 4b, c; Additional file 1: Figure S7c-f). The expres-
sion of the captured promoter-associated genes
remained unchanged between different groups in
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undifferentiated and differentiated G1ER cells, respect-
ively, suggesting that the multiplexed capture of
promoter-centric interactions by dCas9 did not interfere
with endogenous gene transcription.
By multiplexed CAPTURE-3C-seq of dCas9-captured
promoters in G1ER cells, we identified significant long-
range DNA interactions at 21 of 22 (95.5%) activated
promoters and 18 of 20 (90.0%) repressed promoters
(Fig. 4d; Additional file 7: Table S6), respectively, illus-
trating a high capture efficiency comparable to multi-
plexed enhancer capture (Fig. 2a). We next compared
the high-resolution chromatin interaction profiles with
gene expression (by RNA-seq), chromatin accessibility
(by ATAC-seq), and histone modifications (H3K27ac
and H3K4me3 by ChIP-seq) at various time points of
GATA1-induced erythroid differentiation (0 to 24 h) at
multiple independent loci. Importantly, we noted strong
correlations between promoter-mediated long-range
DNA interactions and gene expression at both activated
and repressed promoters (Fig. 4e, f; Additional file 1:
Figure S8a-e). For instance, GATA1 activation by β-
estradiol treatment led to significant and progressive ac-
tivation of Mafk and Tmem184a genes in G1ER cells
(Fig. 4e; Additional file 1: Figure S8a, b), consistent with
rapid gain of chromatin interactions between the cap-
tured Mafk and Tmem184a promoters and several anno-
tated enhancers (− 89 kb, + 13 kb, + 27 kb, and + 40 kb;
Fig. 4e) after 2 h of GATA1 activation. The enhancer-
promoter interactions progressively gained strength dur-
ing subsequent differentiation (6 to 24 h). By contrast,
little or no change in chromatin accessibility or epigen-
etic landscapes was noted at the captured promoters and
their interacting enhancers at the same time points
(Fig. 4e). At the repressed promoters, the GATA1-
induced erythroid differentiation resulted in a significant
and progressive downregulation of GATA2 mRNA ex-
pression (Additional file 1: Figure S8c). Gata2 silencing
was associated with significant and rapid loss of
chromatin interactions between the captured Gata2 pro-
moter and some but not all enhancers as early as 2 h of
GATA1 activation, whereas modest changes in chroma-
tin accessibility and epigenetic landscapes at Gata2 pro-
moter and enhancers were noted at later time points
(12 h and 24 h) (Fig. 4f). Similar patterns were observed
at the other representative activated (Btn1a1) and re-
pressed (Ms4a2) promoters (Additional file 1: Figure
S8d,e).
Together, the side-by-side comparisons between chro-
matin interactions, gene expression, and epigenetic
changes at multiple loci demonstrate that changes in
gene activation or repression are strongly associated with
reconstruction of promoter-mediated chromatin interac-
tions, in particular enhancer-promoter loop formation,
during lineage differentiation. Furthermore, the refined
kinetic analyses at several independent loci demonstrate
that changes in gene expression occur in close cooper-
ation with gained or lost enhancer-promoter interactions
and precede significant changes in epigenetic landscapes
or chromatin accessibility, supporting the notion that
enhancer-promoter loop formation causally underlies
gene activation or deactivation [18, 28, 29].
Temporal dynamics of enhancer-promoter interactions
during differentiation
Given the strong correlations between promoter-centric
chromatin interactions and gene expression at individual
loci, we next compared the temporal changes in gene ex-
pression, chromatin interactions, accessibility, and epi-
genetic landscapes at the captured activated and
repressed promoters during differentiation. At the global
level, we observed progressive gain (at activated pro-
moters) or loss (at repressed promoters) of chromatin
interactions, ATAC-seq, H3K27ac, and H3K4me3 ChIP-
seq signals associated with gene activation or repression,
respectively (Fig. 5a, b; Additional file 1: Figure S9a, b).
We next categorized the captured promoter-centric
(See figure on previous page.)
Fig. 4 Analysis of promoter-centric chromatin interactions by multiplexed CAPTURE. a Schematic of multiplexed CAPTURE of promoter-centric
interactions during erythroid differentiation of G1ER cells using sgRNAs targeting 22 activated (sgAct) or 20 repressed (sgRep) promoters. RNA-
seq, ATAC-seq, ChIP-seq (H3K27ac and H3K4me3), and CAPTURE-3C-seq of promoter-centric interactions were performed in undifferentiated (0 h)
and differentiated (2, 6, 12, and 24 h) G1ER cells. b Genome-wide gene expression analysis of cells expressing target-specific sgRNAs (sgAct or
sgRep) in undifferentiated (0 h) and differentiated (24 h) G1ER cells. Data points for the sgRNA-targeted activated or repressed promoters are
shown as green and red, respectively. The x- and y-axes denote the log2 read counts in sgAct and sgRep samples from N = 3 RNA-seq
experiments, respectively. c Differential gene expression analysis in G1ER cells expressing dCas9-CBio with sgAct, sgRep, or non-targeting sgGal4.
Pearson correlation coefficient (R) values are shown for pair-wise comparisons (N = 3 RNA-seq experiments). d Pie charts show the numbers and
percentages of captured activated or repressed promoters (green color). e A representative locus is shown for the activated promoter (Mafk)-
mediated chromatin interactions during erythroid differentiation. Contact profiles including the density map and interactions for the dCas9-
captured region (blue bar) and interacting CREs (red bar) are shown. The statistical significance of interactions by the Bayes factor (BF) is indicated
by the color scale bars. The locations of the annotated Mafk TSS, Tmem184a TSS, and candidate enhancers are shown on the bottom. Numbers
represent the distances to the Mafk TSS (+ 1). Two independent experiments were performed for RNA-seq, ATAC-seq, ChIP-seq, and multiplexed
CAPTURE-3C-seq in G1ER cells at varying time points of erythroid differentiation, and the replicates were merged for the genome browser view.
f A representative locus is shown for the repressed promoter (Gata2)-mediated chromatin interactions during erythroid differentiation. The
locations of the annotated Gata2 TSS (+ 1) and candidate enhancers are shown on the bottom
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interactions into enhancer-promoter (E-P) interactions
and other interactions based on the overlap between the
captured PETs and annotated enhancers (Add-
itional file 1: Figure S2c; Additional file 8: Table S7; see
the “Methods” section). By this analysis, we noted that
the E-P interactions are more significantly and positively
correlated with gene expression changes at both acti-
vated and repressed promoters (Pearson correlation co-
efficient R = 0.890 and 0.905, P = 0.022 and 0.018 by
Student’s t test, respectively; Fig. 5c, d). Consistent with
the global analysis, the progressive gain or loss of E-P in-
teractions is the most significantly changed chromatin
feature at multiple individual loci upon gene activation or
repression during differentiation (Fig. 4e, f; Additional file 1:
Figure S8d, e), respectively.
To determine the underlying TFs associated with the
dynamically regulated chromatin interactions during
erythroid differentiation, we performed motif enrich-
ment analysis of genomic regions associated with E-P or
other interactions (Fig. 5e, f). We identified TF motifs
for hematopoietic lineage TFs including GATA factors
(GATA1 and GATA2), TAL1, and KLF1 as the top
enriched motifs associated with E-P interactions at the
activated promoters. There are few enriched motifs asso-
ciated with other interactions (Fig. 5e). Similarly at the
repressed promoters, motifs for lineage master TFs such
as GATA factors and BMYB are highly associated with
E-P interactions but not with other interactions (Fig. 5f).
The enrichment of TAL1::GATA1 composite motif in E-
P interactions at activated but not repressed promoters
is consistent with the role of GATA1/TAL1 complex in
transcriptional activation during erythroid differentiation
[49, 50]. The enrichment of motifs for GATA factors is
consistent with the roles of GATA1 and GATA2 as both
transcriptional activators and repressors in
hematopoietic cells [44, 48, 51, 52].
We then investigated whether the binding of GATA1
and TAL1 underlies the gain or loss of E-P interactions
during erythroid differentiation by ChIP-seq of GATA1
and TAL1 before or after GATA1 activation in G1ER
cells (Fig. 5g, h). We noted significantly increased bind-
ing of GATA1 at enhancers associated with gained E-P
interactions and significantly decreased GATA1 binding
at enhancers associated with lost E-P interactions in dif-
ferentiated G1ER cells (Fig. 5g). Modest increases in
GATA1 binding at activated promoters and decreases in
GATA1 binding at repressed promoters were also noted
in differentiated G1ER cells, respectively (Additional file 1:
Figure S10a). Likewise, significantly increased TAL1
binding at enhancers associated with gained E-P interac-
tions and activated promoters were observed (Fig. 5h;
Additional file 1: Figure S10b). Furthermore, we noted
significant enrichment of CTCF occupancy in the prox-
imity of the captured activated and repressed promoters,
as well as the enhancers interacting with the activated
promoters (Additional file 1: Figure S10c). These results
demonstrate that the chromatin occupancy of CTCF and
lineage master TFs strongly associates with the forma-
tion or reconfiguration of E-P interactions during lineage
differentiation.
Finally, we examined the kinetic changes in epigenetic
landscapes at the captured activated or repressed pro-
moters and their interacting genomic regions by ATAC-
seq and ChIP-seq during G1ER differentiation (0, 2, 6,
12, and 24 h; Additional file 2: Table S1). We observed
strongly coordinated increases in chromatin accessibility
(See figure on previous page.)
Fig. 5 Temporal dynamics of promoter-centric interactions during differentiation. a Temporal changes in gene expression (RNA-seq), chromatin
interactions (CAPTURE-3C-seq), chromatin accessibility (ATAC-seq), and epigenetic landscapes (H3K27ac and H3K4me3 ChIP-seq) at the captured
activated promoters during erythroid differentiation of G1ER cells. The x-axis denotes the time points of undifferentiated (0 h) or differentiated (2,
6, 12, and 24 h) G1ER cells. The y-axis denotes the normalized signals calculated by the mean normalized gene FPKM (RNA-seq), read counts
(ATAC-seq and ChIP-seq), or PETs (CAPTURE-3C-seq) per kilobase of captured genomic region per million mapped reads and shown as mean ±
SEM (N = 22 activated promoters). b Temporal changes in gene expression, chromatin interactions, chromatin accessibility, and epigenetic
landscapes at the captured repressed promoters during erythroid differentiation of G1ER cells. The y-axis denotes the normalized signals shown
as mean ± SEM (N = 20 repressed promoters). c Temporal changes in gene expression and chromatin interactions (all, E-P, and other interactions)
at the captured activated promoters during erythroid differentiation. E-P interactions and gene expression were significantly and positively
correlated (Pearson correlation coefficient R = 0.890, P = 0.022 by Student’s t test), whereas the other interactions showed no significant
correlation (R = 0.698, P = 0.095). d Temporal changes in gene expression and chromatin interactions (all, E-P, and other interactions) at the
captured repressed promoters. E-P interactions and gene expression were significantly and positively correlated (Pearson correlation coefficient
R = 0.905, P = 0.018), and the other interactions also showed a positive correlation with expression (R = 0.871, P = 0.028). e Top enriched TF motifs
at genomic regions associated with E-P interactions or other interactions with the captured activated promoters. f Top enriched TF motifs at the
genomic regions associated with E-P interactions or other interactions with the captured repressed promoters. g Chromatin occupancy of GATA1
at enhancers interacting with the captured activated or repressed promoters in undifferentiated (0 h) and differentiated (24 h) G1ER cells. P values
were calculated using the two-sample Kolmogorov-Smirnov (K-S) test. h Chromatin occupancy of TAL1 at enhancers interacting with the
captured activated or repressed promoters in undifferentiated (0 h) and differentiated (24 h) G1ER cells. i Spatial distribution of chromatin
accessibility at the captured activated or repressed promoters, enhancers, and other regions interacting with captured promoters in
undifferentiated (0 h) and differentiated (2, 6, 12, and 24 h) G1ER cells. P values were calculated using the two-sample Kolmogorov-Smirnov (K-S)
test. ***P < 0.0001, **P < 0.01, *P < 0.05, n.s. not significant. j Spatial distribution of H3K27ac ChIP-seq signals at the captured activated or repressed
promoters, enhancers, and other regions interacting with captured promoters in undifferentiated and differentiated G1ER cells
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and H3K27ac at activated promoters and their interact-
ing enhancers (Fig. 5i, j), indicating cooperated epigen-
etic changes likely through progressively gained E-P
interactions (Fig. 5a, c). Likewise, we observed coordi-
nated decreases in chromatin accessibility and H3K27ac
at repressed promoters and their interacting enhancers
(Fig. 5i, j), consistent with progressively lost E-P interac-
tions (Fig. 5b, d). Slight or modest changes in H3K4me3
at the capture promoters were also noted (Add-
itional file 1: Figure S10d), consistent with the transcrip-
tional changes associated with altered promoter
activities during erythroid differentiation.
Taken together, the refined kinetic analyses of
promoter-centric interactions, gene expression, and epi-
genetic changes at single locus and global levels illustrate
that gene activation or repression is strongly associated
with the reconfiguration of E-P looping during lineage
differentiation. The genomic regions associated with
gained or lost E-P interactions are enriched with binding
sites for lineage master TFs including GATA1 and
TAL1, and changes in GATA1 and TAL1 chromatin oc-
cupancy strongly associate with the reorganized E-P in-
teractions. Therefore, our findings support an instructive
role of E-P interactions in controlling gene transcription
in response to lineage master TF-induced differentiation,
and the reconfiguration of E-P loop formation causally
underlies gene activation or deactivation during develop-
ment. Furthermore, our results illustrate the ability of
the redesigned dCas9-based CAPTURE for high-
throughput analysis of the spatial organization and tem-
poral dynamics of locus-specific chromatin interactions,
providing opportunities for interrogating the
organizational principles of genome structure and
function.
Discussion
Multiplexed CAPTURE of enhancer hierarchical structure
It is estimated that the human genome contains more
than one million CREs that control tissue and develop-
mental stage-specific gene expression. SEs were de-
scribed as intensively marked clusters of enhancers that
control the expression of cell identity-related genes [37];
however, it remains unclear how SEs are spatially orga-
nized through the assembly of their constituent en-
hancers. Here, we describe the resigned CAPTURE
system for high-resolution and multiplexed analysis of a
few to hundreds of enhancers in a single high-
throughput experiment. Compared to individual capture
assays [18, 19], the multiplexed analyses by the rede-
signed CAPTURE provide several advantages, including
(1) the significantly increased capture efficiency; (2) the
combination of C-terminal dCas9 biotin-tagging and en-
dogenous biotin ligases enables simplification of cell line
engineering, thus broader applications in various cell
models including primary cells; and (3) more cost effect-
ive for high-resolution and high-throughput mapping of
CRE-mediated chromatin interactions in a single experi-
ment. We showcased the applications of the new system
by multiplexed capture of the human β-globin LCR and
erythroid SEs and revealed distinct patterns of SE-gene
interactions and the hierarchical organization of SEs.
These results demonstrate that the multiplexed CAP-
TURE coupled with the 3C approach enables quantita-
tive analysis of enhancer-mediated chromatin looping
and identification of SE-associated gene targets at single
enhancer resolution. Thus, the CAPTURE approach pro-
vides a platform for the systematic dissection of SE con-
stituents and the underlying formative composition
controlling enhancer structure-function in a mammalian
genome.
Temporal dynamics of 3D chromatin structure during
development
High-order chromatin structures have been analyzed by
Hi-C-based approaches in mammalian development [1–
3]; however, the quantitative analysis of enhancer-
promoter (E-P) interactions remains challenging. This is
due in large to insufficient resolution of Hi-C assays and
the prohibitive cost for generating Hi-C datasets with
basepair resolution [9–16]. By multiplexed capture of
promoter-centric interactions in a well-defined model of
erythroid differentiation, we revealed the time-resolved,
high-resolution E-P interaction profiles during the im-
mediate and late phases of lineage differentiation of
G1ER cells. By comparative analyses of changes in gene
expression, chromatin accessibility, and epigenetic land-
scapes, we uncovered that the formation or disruption of
E-P interactions is significantly and positively correlated
with gene expression changes at both activated and re-
pressed promoters, respectively. The changes in gene ex-
pression and chromatin interactions are highly
correlated and precede changes in epigenetic land-
scapes or chromatin accessibility, supporting the
causative roles of E-P loop formation in gene tran-
scription [18, 28, 29]. In addition, we found that the
developmentally regulated E-P interactions highly
associate with chromatin occupancy of lineage-
specifying TFs to rewire 3D chromatin interactions
during differentiation. These findings support an
instructive role of E-P interactions in controlling gene
transcription in response to TF-induced diffe-
rentiation. Furthermore, the unbiased analysis of
promoter-centric interactions helps identify the
complete set of promoter-interacting constitutive or
lineage-specific CREs and will facilitate the identifica-
tion and follow-up studies of functionally relevant
CREs controlling gene expression during lineage
differentiation.
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Considerations for multiplexed CAPTURE assays
The successful application of multiplexed capture of
locus-specific chromatin interactions requires several
important considerations in assay development. First,
the sgRNAs should be designed to locate in close prox-
imity to the captured CREs, but not overlapping with
known TF binding sites to avoid interference with en-
dogenous protein-DNA interactions. Second, the ana-
lysis of CRE-mediated long-range DNA interactions by
3C requires the design of sgRNAs in the same chromatin
fragments digested by the restriction enzyme (e.g.,
DpnII). Multiple sgRNAs may be designed for multiple
DpnII-digested fragments containing the captured CREs
to maximize the capture efficiency. Third, the genome-
wide specificity and on-target enrichment of the
pooled sgRNAs should be evaluated to minimize off-
target effects, although the PETs associated with non-
captured regions may be filtered during data process-
ing to eliminate off-target signals. Fourth, the multi-
plexed analysis of many CREs in a single experiment
requires comparable on-target enrichment for each
sgRNA to minimize variations in capture efficiency.
Finally, multiplexed capture of CRE-regulating protein
factors may be limited due to the difficulty to ascribe
the identified trans-acting factors to specific CREs;
however, it may be used to study larger chromatin
domains such as heterochromatin, euchromatin, and
lamina-associated domains. The multiplexed capture
of interacting proteins at many loci in the same chro-
matin domains may help identify chromatin regulators
that are shared or unique to specific chromatin archi-
tectures in controlling genome structure and function.
Methods
Cells and cell culture
Human K562 cells were obtained from ATCC and cul-
tured in an IMDM medium containing 10% fetal bovine
serum (FBS) and 1% penicillin/streptomycin (P/S). Hu-
man HEK293T cells were obtained from ATCC and cul-
tured in a DMEM medium containing 10% FBS and 1%
P/S. G1E and G1ER cells were cultured as described
[44]. All cultures were incubated at 37 °C in 5% CO2. All
cell lines were tested negative for mycoplasma contam-
ination. No cell line used in this study was found in the
database of commonly misidentified cell lines main-
tained by ICLAC and NCBI BioSample.
sgRNA design and cloning
sgRNAs were designed to target the proximity of cis-
regulatory elements using the public tool (http://crispr.
mit.edu/) as previously described [18, 19]. sgRNAs
targeting promoters or LCR enhancers were cloned into
the U6 promoter-driven lentiviral vector pSLQ1651-
sgRNA(F+E)-sgGal4 (Addgene, #100549) by PCR
amplification using a common reverse primer and
unique forward primers containing the protospacer se-
quence [53]. The PCR amplicon and the sgRNA vector
containing a mCherry reporter were digested by BstXI
and XhoI. The digested DNA fragments were then puri-
fied, ligated to the digested sgRNA vector, and validated
by Sanger sequencing. For multiplexed SE capture, the
top 157 SEs were identified by ROSE [37] based on
H3K27ac ChIP-seq signals. All regions overlapping with
annotated promoters within SEs were removed. For each
constituent enhancer, 2–3 sgRNAs were designed target-
ing the proximity but not overlapping with enhancer-
associated accessible chromatin based on ATAC-seq.
DNA oligonucleotides containing sgRNAs were
synthesized on a programmable microarray using a B3
Synthesizer (CustomArray). Full-length oligonucleotides
(96 nt) were amplified for 15 cycles by PCR using Phu-
sion® High-Fidelity DNA Polymerase (referred to as
PCR1). PCR2 was then performed using amplicon from
PCR1 as the template to remove the barcodes and re-
place with homology arms of pSLQ1651-sgRNA(F+E)-
sgGal4 vector for Gibson assembly reaction. The PCR
amplicon was gel purified. The pSLQ1651-sgRNA(F+E)-
sgGal4 vector was digested by BstXI and XhoI and gel
purified. Gibson assembly was performed to generate
the sgRNA vector pool following the manufacturer’s
protocol. Briefly, 10 μl of the Gibson assembly reaction
was added to 100 μl E. cloni 10G ELITE electrocompe-
tent cells (Lucigen, #60052-4) and electroporated using
Bio-Rad MicroPulser. The transformed bacteria were
plated onto pre-warmed 24.5-cm2 bioassay plates with
ampicillin and incubated overnight at 37 °C. The
colonies were counted to calculate the library coverage
(> 200×). All colonies were collected, and maxiprep was
performed to isolate the sgRNA vectors. A pool of
lentiviruses containing all sgRNAs was produced as
previously described [18, 19]. The sequences of all
sgRNAs used in this study are listed in Additional file 2:
Table S1.
Cloning of CAPTURE vectors
To generate the pLVX-EF1a-BirA-P2A-FB-dCas9-IRES-
zsGreen1 (CAPTURE1.1) vector, the BirA-V5-6xHis and
FB-dCas9 were amplified from the pEF1a-BirA-V5-neo
vector (Addgene, #61357) and pEF1a-FB-dCas9-puro
(Addgene, #100547) as templates, respectively, and
cloned into XbaI-digested pLVX-EF1a-IRES-zsGreen1
by In-Fusion® HD Cloning Kit (Clontech). To construct
the pLVX-EF1a-NBio-dCas9-IRES-zsGreen1 (CAP-
TURE2.0-NBio) and pLVX-EF1a-dCas9-CBio-IRES-
zsGreen1 (CAPTURE2.0-CBio) vectors, the dCas9 and
BioTAP sequences were amplified from the pEF1a-FB-
dCas9-puro (Addgene, #100547) and pEF1a-FB-dCas9-
bioTAP-puro, respectively. Then the PCR amplicons
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were subcloned into XbaI-digested pLVX-EF1a-IRES-
zsGreen1 by In-Fusion® HD Cloning Kit (Clontech). The
pLVX-EF1a-BirA-P2A-FB-dCas9-IRES-zsGreen1, pLVX-
EF1a-NBio-dCas9-IRES-zsGreen1, and pLVX-EF1a-
dCas9-CBio-IRES-zsGreen1 vectors were deposited to
Addgene under #138417, #138418, and #138419,
respectively.




sgRNAs were packaged in HEK293T cells as previously
described [18, 19] with modifications. Briefly, 4 μg of
pΔ8.9, 2 μg of VSV-G, and 6 μg lentiviral vectors were
co-transfected into HEK293T cells in 10-cm dishes. Len-
tiviruses were collected by harvesting the supernatant
48–72 h after transfection. For CAPTURE1.0, FB-dCas9
and BirA-expressing K562 stable cells [18, 19] were
transduced with sgRNA-expressing lentiviruses in 6-well
plates. For CAPTURE1.1 and CAPTURE2.0, K562 cells
were co-transduced with BirA-P2A-FB-dCas9, NBio-
dCas9, or dCas9-CBio and sgRNA-expressing lenti-
viruses. To maximize sgRNA expression, the top 5%
of mCherry-positive cells were sorted 48 h post-
transfection.
RNA-seq and qRT-PCR analysis
RNA was isolated using RNeasy Plus Mini Kit following
the manufacturer’s protocol (Qiagen). RNA-seq libraries
were prepared using NEBNext Ultra II Directional RNA
Library Prep Kit (NEB). Sequencing reads were aligned
to human (hg19) or mouse (mm10) reference genome
by TopHat v2.0.13 [54] with the parameters: --solexaq-
uals --no-novel-juncs. Uniquely mapped reads were then
process by Cufflinks [55] for assembly of gene
expression FPKM (Fragments Per Kilobase of transcript
per Million mapped reads). Quantitative RT-PCR (qRT-
PCR) was performed using the iQ SYBR Green
Supermix (Bio-Rad) as previously described [56]. Primer
sequences are listed in Additional file 2: Table S1. RNA-
seq data in G1E and undifferentiated (0 h) and differen-
tiated (24 h) G1E-ER4 cells were obtained from GEO
(GSM2400140, GSM2400141, GSM240018, GSM240019,
GSM2400132, and GSM2400133) and aligned to the
mm10 (GENCODE Version M4) reference genome.
Sequencing reads were processed using the “Long RNA-
Seq Processing Pipeline” from ENCODE [30]. Briefly,
sequencing reads were aligned using STAR v2.4.0 [57]
with ENCODE standard options and expression was
quantified using RSEM v1.2.15 [58] using default para-
meters. Gene expression values as transcripts per million
(TPM) were used to compare Gata1 expression in G1E
and G1E-ER4 cells.
ChIP-seq and data analysis
ChIP was performed as described [18] using antibodies
for H3K4me3 (Millipore, #04-745) or H3K27ac (Abcam,
#ab4729) in G1ER cells at various time points of differ-
entiation. ChIP-seq libraries were generated using NEB-
Next Ultra II DNA Library Prep Kit following the
manufacturer’s protocol (NEB) and sequenced on an
Illumina NextSeq500 system using the 75-bp high out-
put kit. ChIP-seq raw reads were aligned to the mouse
genome assembly (mm10) using Bowtie2 [59] with the
default parameters. Unique mapped reads were used for
peak calling by MACS with the “--nomodel” parameter
[60]. The read depths and signal density of chromosomal
regions were performed and visualized by deepTools2
[61]. To compare ChIP-seq signals at promoters, en-
hancers, and other genomic regions between samples,
we also calculated FPKM (Fragments Per Kilobase of
transcript per Million mapped reads) for each region.
GATA1 ChIP-seq data in G1E and undifferentiated (0 h)
and differentiated (24 h) G1E-ER4 cells were obtained
from GEO (GSM946538, GSM923581, GSM995441,
GSM995445, GSM995439, and GSM923572). Sequen-
cing reads were aligned to mm10 mouse reference gen-
ome using Bowtie2 with default parameters [57].
Uniquely mapped reads were used for peak calling
by MACS with the “--nomodel” parameter and with
P value 10−8 [58]. Shared and sample-specific GATA1
peaks were derived using the “intersect” command from
BEDTools suite [62].
ATAC-seq and data analysis
ATAC-seq was performed as previously described with
modifications [63]. Briefly, 5 × 104 G1ER cells were
washed twice in PBS and resuspended in 500 μl lysis buf-
fer (10 mM Tris-HCl, 10 mM NaCl, 3 mM MgCl2, 0.1%
NP-40, pH 7.4). Nuclei were harvested by centrifugation
at 500×g for 10 min at 4 °C. Nuclei were suspended in
50 μl of tagmentation mix (10 mM TAPS, 5 mM MgCl2,
pH 8.0, and 2.5 μl Τn5) and incubated at 37 °C for 30
min. Tagmentation reaction was terminated by incubat-
ing nuclei at room temperature for 2 min followed by in-
cubation at 55 °C for 7 min after adding 10 μl of 0.2%
SDS. Tn5 transposase-tagged DNA was purified using
QIAquick MinElute PCR Purification kit (Qiagen) and
amplified using KAPA HiFi Hotstart PCR Kit (KAPA).
ATAC-seq libraries were sequenced on an Illumina
NextSeq500 system using the 75-bp high output kit.
Raw reads were trimmed to remove adaptor sequence
and aligned to mouse genome assembly (mm10) using
Bowtie2 [59] with default parameters. Only tags that
uniquely mapped to the genome were used for analysis.
ATAC-seq peaks were identified using MACS with the
“--nomodel” parameter [60]. To compare signals at
promoters, enhancers, and other genomic regions
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between samples, we calculated FPKM (Fragments Per
Kilobase of transcript per Million mapped reads) for
each region.
CAPTURE assays
The dCas9-based CAPTURE assays consist of CAPTURE-
ChIP-seq, CAPTURE-ChIP-qPCR, CAPTURE-3C-seq ex-
periments, and associated data analysis methods.
CAPTURE-ChIP-seq
K562 stable cells co-expressing FB-dCas9 and BirA
(CAPTURE1.0 and CAPTURE1.1) or BioTAP-tagged
dCas9 (CAPTURE2.0 NBio or CBio) and sequence-
specific or non-targeting sgRNAs were used for
CAPTURE-ChIP experiments. Cells were cross-linked
with 1% formaldehyde for 10 min and quenched with
0.125M of glycine for 5 min. After washing with PBS,
cells were lysed in 1 ml RIPA buffer (10 mM Tris-HCl, 1
mM EDTA, 0.1% sodium deoxycholate, 0.1% SDS, 1%
Triton X-100, pH 8.0) and rotated for 15 min at 4 °C.
Cell nuclei were collected by centrifugation at 2300×g
for 5 min at 4 °C. Nuclei were resuspended in 500 μl of
0.5% SDS lysis buffer (0.5% SDS, 10 mM EDTA, 50mM
Tris-HCl, pH 8.0), and chromatin was sonicated to an
average size 200 to 500 bp on the Branson Sonifier 450
ultrasonic processor (20% amplitude, 0.5 s on 1 s off for
30 s). Fragmented chromatin was centrifuged at 16,
100×g for 10 min at 4 °C. Supernatant containing soluble
chromatin was transferred to a new tube. Final concen-
tration 300 mM NaCl was added to 450 μl of super-
natant, followed by incubation with 10 μl of MyOne
Streptavidin T1 Dynabeads (Thermo Fisher Scientific) at
4 °C. After overnight incubation, Dynabeads were
washed twice with 1 ml of 2% SDS, twice with 1 ml of
RIPA buffer with 0.5M NaCl, twice with 1 ml of LiCl
buffer (250 mM LiCl, 0.5% NP-40, 0.5% sodium deoxy-
cholate, 1 mM EDTA and 10mM Tris-HCl, pH 8.0), and
twice with 1 ml of TE buffer (10 mM Tris-HCl, 1 mM
EDTA, pH 8.0). Chromatin was eluted in SDS elution
buffer (1% SDS, 10 mM EDTA, 50mM Tris-HCl, pH
8.0) and reverse cross-linked at 65 °C overnight. ChIP
DNA was incubated with RNase A (5 μg/ml) and prote-
ase K (0.2 mg/ml) at 37 °C for 30 min and purified using
QIAquick Spin columns (Qiagen). 1~10 ng of ChIP
DNA was processed for library generation using the
NEBNext Ultra II DNA Library Prep Kit (NEB), and se-
quenced on an Illumina NextSeq500 system using the
75-bp high output kit.
CAPTURE-ChIP-qPCR
For CAPTURE-ChIP-qPCR experiments, 1 to 5 × 106
K562 stable cells transduced with target-specific sgRNAs
or non-targeting sgGal4 were used. The captured DNA
was isolated using the protocol described for
CAPTURE-ChIP experiment and analyzed by quantita-
tive PCR (qPCR). For input control samples, 80 μl of
SDS elution buffer was added into 20 μl of sonicated sol-
uble chromatin. The samples were reverse cross-linked
at 65 °C overnight. DNA fragments were purified with
the QIAquick PCR Purification Kit and eluted with
100 μl of EB buffer (Qiagen). Primer sequences are listed
in Additional file 2: Table S1.
CAPTURE-ChIP-seq data analysis
Raw reads were aligned to human (hg19) or mouse
(mm10) genome assembly using Bowtie2 [59] with de-
fault parameters. Peak calling was performed by MACS
using the “--nomodel” parameter [60]. Peaks that overlap
with the blacklist regions annotated by the ENCODE
project [30], the repeat masked region (chr2:33,141,250-
33,142,690; hg19), or the validated non-targeting control
sgRNA (sgGal4)-enriched regions (chr6:119,558,373-119,
558,873, chr21:15,457,141-15,457,641, chr20:26,188,800-
26,190,400, and chr11:192,110-192,410; hg19) were re-
moved. MAnorm [64] was applied to compare ChIP-seq
signal intensities in samples prepared from cells express-
ing the target-specific sgRNAs or non-targeting sgGal4.
The window size was 1 kb which matched the average
width of the identified ChIP-seq peaks.
CAPTURE-3C-seq
CAPTURE-3C-seq assays were performed as previously
described [18, 19] with modifications. Specifically, 5 ×
106 cells were cross-linked with 2 mM EGS (ethylene
glycol bis(succinimidyl succinate)) (Thermo Fisher Sci-
entific) for 45 min and 1% formaldehyde for 10 min and
quenched with 0.25mM of glycine for 5 min at room
temperature with rotation. After two washes with PBS,
cells were resuspended in 1 ml of ice-cold cell lysis buf-
fer (25 mM Tris-HCl pH 7.4, 85 mM KCl, 0.1% Triton
X-100, and 1:100 proteinase inhibitor cocktail) and ro-
tated for 30 min at 4 °C. Nuclei were collected by centri-
fugation at 2300×g for 5 min at 4 °C and rinsed once in
100 μl of 1 × NEBuffer DpnII buffer. Nuclei were resus-
pended in 120 μl of 0.5% SDS and incubated at 62 °C for
10 min. Nuclei were immediately incubated on ice for 5
min and followed by a 30-min incubation at 37 °C after
adding 350 μl of ddH2O and 60 μl of 10% Triton X-100
to sequester SDS. Nuclei were mixed with 60 μl of 10 ×
NEBuffer DpnII buffer and digested using 500 U of
DpnII (NEB) on a rotator at 37 °C overnight. DpnII di-
gestion was quenched by incubation at 62 °C for 20 min.
Digested nuclei were diluted with 2.4 ml of 1.25 × T4
ligation buffer (300 μl of 10 × NEB T4 ligase buffer,
240 μl of 10% Triton X-100, 1.845 ml of ddH2O, freshly
added 1:200 proteinase inhibitor cocktail). Nuclei were
then ligated by adding 15 μl of NEB T4 DNA ligase (final
concentration 30 Weiss U/ml) with rotation overnight at
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16 °C. Chromatin was collected by centrifugation at
2300×g for 5 min at 4 °C, resuspended in 500 μl 0.5%
SDS lysis buffer (0.5% SDS, 10 mM EDTA, 50mM Tris-
HCl, pH 8.0), and sonicated to ~ 500-bp average size on
the Branson Sonifier 450 ultrasonic processor (10% amp-
litude, 0.5 s on 1 s off for 30 s). Chromatin fragments
were centrifuged at 16,100×g for 10 min at 4 °C. Final
concentration 300 mM NaCl was added to the super-
natant followed by incubation with 50 μl of MyOne
Streptavidin T1 Dynabeads (Thermo Fisher Scientific) at
4 °C. After overnight incubation, Dynabeads were
washed twice with 1 ml of 2% SDS, twice with 1 ml of
RIPA buffer with 0.5M NaCl, twice with 1 ml of LiCl
buffer, and twice with 1ml of TE buffer. Chromatin was
resuspended in SDS elution buffer (1% SDS, 10 mM
EDTA, 50mM Tris-HCl, pH 8.0, 0.2 mg/ml proteinase
K) followed by reverse cross-linking and proteinase K di-
gestion at 65 °C overnight. CAPTURE-3C DNA was
purified using QIAquick Spin columns (Qiagen), and 5
ng of DNA was processed for library generation using
the NEBNext DNA Library Prep Kit (NEB). Libraries
were pooled and 38-bp or 75-bp pair-end sequencing
was performed on an Illumina NextSeq500 platform
using the 75-bp or 150-bp high output kit.
CAPTURE-3C-seq data analysis
Raw reads were processed as previously described [18]
with modifications for multiplex capture. First, read
pairs of replicate experiments were merged and mapped
separately to human (hg19) or mouse (mm10) genome
assembly. Unmapped reads were remapped after remov-
ing DpnII digestion sites. The mapped reads from both
procedures were merged and the reads with low map-
ping quality were removed. Then the uniquely mapped
reads were paired and PCR duplicates were removed.
For each sgRNA-targeted region, the preprocessed read
pairs were used to define its peak size. If a bait region
(enhancer or promoter) contained multiple sgRNAs,
their peaks were merged as a single peak for the bait re-
gion. For each peak region, the read pairs with both ends
within the same peak region were considered as self-
ligations and discarded for the downstream analysis. The
read pairs with only one end within the peak region
were considered as PETs for analyzing long-distance in-
teractions. For each bait region, all chromosomes were
binned as the size of its peak size. The statistical signifi-
cance of the identified intra- and inter-chromosomal
PETs were tested as previously described [18]. If a SE re-
gion had several enhancers, all the tested PETs were
merged as the PETs of this SE. To define the significance
of interactions between two bait regions, we imple-
mented a modified Bayesian model [18]. Specifically,
given two bait regions i and j with sizes of L(i) and L(j),
respectively, we first constructed the random
background by randomly sampling two chromosomal re-
gions with the same region sizes of L(i) and L(j), and
with the same chromosomal distance between them.
The random paired samplings were performed 10,000
times by avoiding the overlapping of any bait regions.
Then the random PETs of each random paired sampling
were extracted and fitted as a negative binomial distribu-
tion. Suppose the observed PET number of bait regions i
and j is x(i, j), we can calculate P values of random PET
x less (more) than x(i, j). We then calculated the Bayes
factor (BF) to compare the hypothesis H0 that random
interactions are less than observed interactions against
the alternative hypothesis H1, representing the comple-




PrðH0Þ was assigned as 0.001 for controlling
false discovery rate (FDR). The BF value larger than 20
was considered as significant interactions between bait
regions i and j.
Comparison of chromatin interactions from multiple 3C-
based methods
We compared the CAPTURE-3C-seq data with existing
datasets for five DHS regions at the β-globin LCR
region. The datasets were obtained from NCBI GEO
database with accession numbers GSM970213 and
GSM970216 for RNAPII and CTCF ChIA-PET;
GSM2037371 for UMI-4C; GSM970500 for 5C;
GSM2705043, GSM2705044, and GSM27050435 for
H3K27ac HiChIP (merged); GSM1370434 and
GSM1370436 for DNase Hi-C (merged); and
GSM1551618 for in situ Hi-C (Additional file 3: Table
S2). For each datatype, the raw reads were processed
with the same procedure and parameters as in the
CAPTRE-3C-seq data analysis. We then extracted the
unique read pairs (PETs) with one end in the targeted
enhancer regions and calculated the PETs of an enhan-
cer region as PPKM (PETs Per Kilobase of bait region
per Million mapped reads) PPKM ¼ PETs109EnhanceSizeTotalPairs.
Identification of hub enhancers and hierarchical SEs by H-
score
To determine the hierarchical structure of SEs, we calcu-
lated the relative PET enrichment of enhancers. First, we
counted the PET number for enhancer i within a SE j,






, where L(i) is the peak size of enhancer
i and s is the total number of enhancers within the SE j.
Here, the H-score of an enhancer is defined as mean
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normalized score, indicating the relative enrichment of
interactions among all enhancers within a SE. We then
fitted the H-scores of all enhancers as a gamma distribu-
tion, and the enhancers with significant H-scores (P <
0.05) were referred to as hub enhancers, whereas the
other enhancers as non-hub enhancers. If a SE contains
at least one hub enhancer, it is categorized as a hierarch-
ical SE, otherwise as a non-hierarchical SE (Add-
itional file 1: Figure S2b). To determine the distance
between SEs and their associated gene targets, the genes
with significant interactions between their promoters
and constituent enhancers within the SEs were extracted
using the GENCODE gene annotation V19. For each
gene, the distance between its transcription start site
(TSS) and interacting enhancers was calculated. If there
are multiple enhancers interacting with one gene, the
enhancer with the strongest interacting strength was se-
lected for the calculation. Then two distance sets of hier-
archical and non-hierarchical SEs were grouped and
tested.
Analysis of promoter-centric chromatin interactions
The CAPTURE-3C-seq data of promoter-centric chro-
matin interactions in undifferentiated (0 h) and differen-
tiated (2, 6, 12, and 24 h) G1ER cells were processed as
described above. We used the peak sizes of the captured
22 activated promoters and 20 repressed promoters as
the anchor regions to identify different types of inter-
actions including enhancer-promoter (E-P) and other in-
teractions. We first annotated enhancers as the genomic
regions overlapped with ATAC-seq and H3K27ac ChIP-
seq peaks. Then the long-range DNA interactions be-
tween an anchor promoter region and its neighboring
enhancers within 200 kb are defined as E-P interactions.
The rest of intra-chromosomal interactions except E-P
interactions were defined as other interactions. The
detailed information about the captured promoter
regions and the interacting enhancers is shown in Add-
itional file 8: Table S7. To quantify the dynamic kinetics
of different types of signals including RNA-seq, ATAC-
seq, ChIP-seq, and CAPTURE-3C-seq, we normalized
each signal by its own sequencing depth across all time
points. Specifically, for RNA-seq, we calculated gene ex-
pression as FPKM (Fragments Per Kilobase of transcript
per Million mapped reads). For ATAC-seq and ChIP-
seq, we calculated FPKM values of the captured pro-
moter region. For CAPTURE-3C-seq, we calculated
PPKM (PETs Per Kilobase of bait region per Million
mapped reads) for all interactions, E-P interactions, and
other interactions. We then generated the normalized
signals by the mean of all five time points for each data
type (RNA-seq, ATAC-seq, ChIP-seq, and CAPTURE-
3C-seq). The resulting normalized FPKM (NFPKM) or
normalized PPKM (NPPKM), which indicates the
relative signals across all time points for any given data
type, was used to compare between different conditions
or samples. The enriched TF motifs were identified by
HOMER [65] using G+C content controlled genome-
wide random background.
Quantification and statistical analysis
Statistical details including N, mean, and statistical sig-
nificance values are indicated in the text, figure legends,
or “Methods” section. Error bars in the experiments rep-
resent standard error of the mean (SEM) or standard de-
viation (SD) from either independent experiments or
samples. All statistical analyses were performed using
GraphPad Prism, and the detailed information about
statistical methods is specified in the figure legends or
“Methods” section.
Supplementary information
Supplementary information accompanies this paper at https://doi.org/10.
1186/s13059-020-01973-w.
Additional file 1: Supplementary Figure S1-S10.
Additional file 2: Table S1. Sequences of sgRNAs and primers.
Additional file 3: Table S2. List of genomic datasets. The name, data
type, cell type, GEO accession number and citation are shown.
Additional file 4: Table S3. List of identified locus-specific chromatin
interactions at β-globin LCR. The list of locus-specific inter- and intra-
chromosomal DNA interactions identified by multiplexed CAPTURE-3C-
seq analysis of β-globin LCR is shown. Data processing and statistical ana-
lyses were performed as described in Methods. Results compiled from
two or three independent CAPTURE-3C-seq experiments are shown.
Additional file 5: Table S4. List of captured hierarchical and non-
hierarchical SEs. Hi-Hub, hub enhancer within the hierarchical SE; Hi-
NonHub, non-hub enhancer within the hierarchical SE; NonHi-NonHub,
non-hierarchical SE.
Additional file 6: Table S5. List of identified locus-specific chromatin
interactions at the captured erythroid SEs. Results compiled from two or
three independent CAPTURE-3C-seq experiments are shown.
Additional file 7: Table S6. List of identified promoter-centric chroma-
tin interactions in G1ER cells. The lists of locus-specific interactions identi-
fied by multiplexed CAPTURE-3C-seq analysis of 22 activated and 20
repressed promoters are shown. Results compiled from two or three in-
dependent CAPTURE-3C-seq experiments are shown.
Additional file 8: Table S7. List of candidate enhancers interacting with
captured promoters in G1ER cells. The chromosome coordinates of the
candidate enhancers interacting with the captured promoters are shown.
Additional file 9: Review history.
Acknowledgements
We thank Yi Du and Liqiang Wang at UTSW BioHPC for the assistance and
the Xu laboratory members for the helpful discussion and technical support.
Peer review information
Yixin Yao was the primary editor of this article and managed its editorial
process and peer review in collaboration with the rest of the editorial team.
Review history
The review history is available as Additional file 9.
Authors’ contributions
XL, YC, YZ, and JX contributed to the conceptualization. XL, YC, YZ, YL, NL,
GAB, HC, and JX contributed to the methodology. XL, HC, NL, and JX
Liu et al. Genome Biology           (2020) 21:59 Page 18 of 20
contributed to the investigation. XL, YC, YZ, and JX wrote the original draft
of the manuscript. JX wrote, reviewed, and edited the manuscript. SHO,
MQZ, and JX contributed to the funding acquisition. SHO, MQZ, and JX
supervised the study. All authors read and approved the final manuscript.
Funding
XL was supported by the American Heart Association postdoctoral
fellowship (18POST34060219). YL was supported by the Cancer Prevention
and Research Institute of Texas (CPRIT) training grant (RP160157). YC was
supported by the Seed Funding Program of Rowan University. JX is a Scholar
of The Leukemia & Lymphoma Society (LLS) and an American Society of
Hematology (ASH) Scholar. This work was supported by the CPRIT grant
(RP180826) (to JX and MQZ), the NIH grants R01DK111430 and
R01CA230631, the CPRIT grants (RR140025, RP180504, and RP190417), and
the Welch Foundation grant I-1942 (to JX).
Availability of data and materials
All raw and processed ATAC-seq, ChIP-seq, RNA-seq, CAPTURE-ChIP-seq, and
CAPTURE-3C-seq data are available in the Gene Expression Omnibus (GEO):
GSE139117 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE13911
7) [66]. The computer code for sgRNA design is available from GitHub
(https://github.com/Yuannyu/CAPTURE2.0_sgRNA_design) [67]. The com-
puter code for CAPTURE-3C-seq data processing and analysis is available
from GitHub (https://github.com/ChenYong-RU/MAXIM) [68]. Other codes
are available from the corresponding author on request.





The authors declare that they have no competing interests.
Author details
1Children’s Medical Center Research Institute, University of Texas
Southwestern Medical Center, Dallas, TX 75390, USA. 2Department of
Pediatrics, Harold C. Simmons Comprehensive Cancer Center, and Hamon
Center for Regenerative Science and Medicine, University of Texas
Southwestern Medical Center, Dallas, TX 75390, USA. 3Department of
Biological Sciences, Center for Systems Biology, University of Texas at Dallas,
Richardson, TX 75080, USA. 4Department of Molecular and Cellular
Biosciences, Rowan University, Glassboro, NJ 08028, USA. 5Division of
Hematology/Oncology, Boston Children’s Hospital, Dana-Farber Cancer
Institute and Harvard Stem Cell Institute, Harvard Medical School, Boston, MA
02115, USA. 6Howard Hughes Medical Institute, Boston, MA 02115, USA.
Received: 20 November 2019 Accepted: 23 February 2020
References
1. Zheng H, Xie W. The role of 3D genome organization in development and
cell differentiation. Nat Rev Mol Cell Biol. 2019;20:535–50.
2. Stadhouders R, Filion GJ, Graf T. Transcription factors and 3D genome
conformation in cell-fate decisions. Nat Rev Mol Cell Biol. 2019;569:345–54.
3. Dekker J, Marti-Renom MA, Mirny LA. Exploring the three-dimensional
organization of genomes: interpreting chromatin interaction data. Nat Rev
Genet. 2013;14:390–403.
4. Bonev B, Cavalli G. Organization and function of the 3D genome. Nat Rev
Genet. 2016;17:661–78.
5. Dekker J, Misteli T. Long-range chromatin interactions. Cold Spring Harb
Perspect Biol. 2015;7:a019356.
6. Van Bortle K, Corces VG. Nuclear organization and genome function. Annu
Rev Cell Dev Biol. 2012;28:163–87.
7. Krijger PH, de Laat W. Regulation of disease-associated gene expression in
the 3D genome. Nat Rev Mol Cell Biol. 2016;17:771–82.
8. Gorkin DU, Leung D, Ren B. The 3D genome in transcriptional regulation
and pluripotency. Cell Stem Cell. 2014;14:762–75.
9. Lieberman-Aiden E, van Berkum NL, Williams L, Imakaev M, Ragoczy T,
Telling A, Amit I, Lajoie BR, Sabo PJ, Dorschner MO, et al. Comprehensive
mapping of long-range interactions reveals folding principles of the human
genome. Science. 2009;326:289–93.
10. Dixon JR, Selvaraj S, Yue F, Kim A, Li Y, Shen Y, Hu M, Liu JS, Ren B.
Topological domains in mammalian genomes identified by analysis of
chromatin interactions. Nature. 2012;485:376–80.
11. Nora EP, Lajoie BR, Schulz EG, Giorgetti L, Okamoto I, Servant N, Piolot T,
van Berkum NL, Meisig J, Sedat J, et al. Spatial partitioning of the regulatory
landscape of the X-inactivation centre. Nature. 2012;485:381–5.
12. Sexton T, Yaffe E, Kenigsberg E, Bantignies F, Leblanc B, Hoichman M,
Parrinello H, Tanay A, Cavalli G. Three-dimensional folding and functional
organization principles of the Drosophila genome. Cell. 2012;148:458–72.
13. Rao SS, Huntley MH, Durand NC, Stamenova EK, Bochkov ID, Robinson JT,
Sanborn AL, Machol I, Omer AD, Lander ES, Aiden EL. A 3D map of the
human genome at kilobase resolution reveals principles of chromatin
looping. Cell. 2014;159:1665–80.
14. Bonev B, Mendelson Cohen N, Szabo Q, Fritsch L, Papadopoulos GL, Lubling
Y, Xu X, Lv X, Hugnot JP, Tanay A, Cavalli G. Multiscale 3D genome rewiring
during mouse neural development. Cell. 2017;171:557–572.e524.
15. Dekker J, Rippe K, Dekker M, Kleckner N. Capturing chromosome
conformation. Science. 2002;295:1306–11.
16. Vermunt MW, Zhang D, Blobel GA. The interdependence of gene-regulatory
elements and the 3D genome. J Cell Biol. 2019;218:12–26.
17. Fullwood MJ, Liu MH, Pan YF, Liu J, Xu H, Mohamed YB, Orlov YL, Velkov S,
Ho A, Mei PH, et al. An oestrogen-receptor-alpha-bound human chromatin
interactome. Nature. 2009;462:58–64.
18. Liu X, Zhang Y, Chen Y, Li M, Zhou F, Li K, Cao H, Ni M, Liu Y, Gu Z, et al. In
situ capture of chromatin interactions by biotinylated dCas9. Cell. 2017;170:
1028–1043.e1019.
19. Liu X, Zhang Y, Chen Y, Li M, Shao Z, Zhang MQ, Xu J. CAPTURE: in situ
analysis of chromatin composition of endogenous genomic loci by
biotinylated dCas9. Curr Protoc Mol Biol. 2018;123:e64.
20. Burgess DJ. Technique: CRISPR CAPTURE for multi-omic probing of genomic
loci. Nat Rev Genet. 2017;18:641.
21. Cong L, Ran FA, Cox D, Lin S, Barretto R, Habib N, Hsu PD, Wu X, Jiang W,
Marraffini LA, Zhang F. Multiplex genome engineering using CRISPR/Cas
systems. Science. 2013;339:819–23.
22. Mali P, Yang L, Esvelt KM, Aach J, Guell M, DiCarlo JE, Norville JE, Church
GM. RNA-guided human genome engineering via Cas9. Science. 2013;339:
823–6.
23. Tagwerker C, Flick K, Cui M, Guerrero C, Dou Y, Auer B, Baldi P, Huang L,
Kaiser P. A tandem affinity tag for two-step purification under fully
denaturing conditions: application in ubiquitin profiling and protein
complex identification combined with in vivocross-linking. Mol Cell
Proteomics. 2006;5:737–48.
24. Alekseyenko AA, Gorchakov AA, Kharchenko PV, Kuroda MI. Reciprocal
interactions of human C10orf12 and C17orf96 with PRC2 revealed by
BioTAP-XL cross-linking and affinity purification. Proc Natl Acad Sci U S A.
2014;111:2488–93.
25. Chapman-Smith A, Cronan JE Jr. Molecular biology of biotin attachment to
proteins. J Nutr. 1999;129:477s–84s.
26. Jinek M, Jiang F, Taylor DW, Sternberg SH, Kaya E, Ma E, Anders C, Hauer M,
Zhou K, Lin S, et al. Structures of Cas9 endonucleases reveal RNA-mediated
conformational activation. Science. 2014;343:1247997.
27. Nishimasu H, Ran FA, Hsu PD, Konermann S, Shehata SI, Dohmae N, Ishitani
R, Zhang F, Nureki O. Crystal structure of Cas9 in complex with guide RNA
and target DNA. Cell. 2014;156:935–49.
28. Deng W, Lee J, Wang H, Miller J, Reik A, Gregory PD, Dean A, Blobel GA.
Controlling long-range genomic interactions at a native locus by targeted
tethering of a looping factor. Cell. 2012;149:1233–44.
29. Deng W, Rupon JW, Krivega I, Breda L, Motta I, Jahn KS, Reik A, Gregory PD,
Rivella S, Dean A, Blobel GA. Reactivation of developmentally silenced
globin genes by forced chromatin looping. Cell. 2014;158:849–60.
30. Consortium TEP. An integrated encyclopedia of DNA elements in the
human genome. Nature. 2012;489:57–74.
31. Li G, Ruan X, Auerbach RK, Sandhu KS, Zheng M, Wang P, Poh HM, Goh Y,
Lim J, Zhang J, et al. Extensive promoter-centered chromatin interactions
provide a topological basis for transcription regulation. Cell. 2012;148:84–98.
32. Morley BJ, Abbott CA, Sharpe JA, Lida J, Chan-Thomas PS, Wood WG. A
single beta-globin locus control region element (5′ hypersensitive site 2) is
sufficient for developmental regulation of human globin genes in
transgenic mice. Mol Cell Biol. 1992;12:2057–66.
Liu et al. Genome Biology           (2020) 21:59 Page 19 of 20
33. Fraser P, Pruzina S, Antoniou M, Grosveld F. Each hypersensitive site of the
human beta-globin locus control region confers a different developmental
pattern of expression on the globin genes. Genes Dev. 1993;7:106–13.
34. Schwartzman O, Mukamel Z, Oded-Elkayam N, Olivares-Chauvet P, Lubling
Y, Landan G, Izraeli S, Tanay A. UMI-4C for quantitative and targeted
chromosomal contact profiling. Nat Methods. 2016;13:685–91.
35. Mumbach MR, Satpathy AT, Boyle EA, Dai C, Gowen BG, Cho SW, Nguyen
ML, Rubin AJ, Granja JM, Kazane KR, et al. Enhancer connectome in primary
human cells identifies target genes of disease-associated DNA elements.
Nat Genet. 2017;49:1602–12.
36. Ma W, Ay F, Lee C, Gulsoy G, Deng X, Cook S, Hesson J, Cavanaugh C, Ware
CB, Krumm A, et al. Fine-scale chromatin interaction maps reveal the cis-
regulatory landscape of human lincRNA genes. Nat Methods. 2015;12:71–8.
37. Whyte WA, Orlando DA, Hnisz D, Abraham BJ, Lin CY, Kagey MH, Rahl PB,
Lee TI, Young RA. Master transcription factors and mediator establish super-
enhancers at key cell identity genes. Cell. 2013;153:307–19.
38. Huang J, Li K, Cai W, Liu X, Zhang Y, Orkin SH, Xu J, Yuan GC. Dissecting
super-enhancer hierarchy based on chromatin interactions. Nat Commun.
2018;9:943.
39. Heintzman ND, Stuart RK, Hon G, Fu Y, Ching CW, Hawkins RD, Barrera LO,
Van Calcar S, Qu C, Ching KA, et al. Distinct and predictive chromatin
signatures of transcriptional promoters and enhancers in the human
genome. Nat Genet. 2007;39:311–8.
40. Xu J, Shao Z, Glass K, Bauer DE, Pinello L, Van Handel B, Hou S,
Stamatoyannopoulos JA, Mikkola HK, Yuan GC, Orkin SH. Combinatorial
assembly of developmental stage-specific enhancers controls gene
expression programs during human erythropoiesis. Dev Cell. 2012;23:796–811.
41. Huang J, Liu X, Li D, Shao Z, Cao H, Zhang Y, Trompouki E, Bowman TV,
Zon LI, Yuan GC, et al. Dynamic control of enhancer repertoires drives
lineage and stage-specific transcription during hematopoiesis. Dev Cell.
2016;36:9–23.
42. Ing-Simmons E, Seitan VC, Faure AJ, Flicek P, Carroll T, Dekker J, Fisher AG,
Lenhard B, Merkenschlager M. Spatial enhancer clustering and regulation of
enhancer-proximal genes by cohesin. Genome Res. 2015;25:504–13.
43. Rao SSP, Huang SC, Glenn St Hilaire B, Engreitz JM, Perez EM, Kieffer-Kwon
KR, Sanborn AL, Johnstone SE, Bascom GD, Bochkov ID, et al. Cohesin loss
eliminates all loop domains. Cell. 2017;171:305–20 e324.
44. Welch JJ, Watts JA, Vakoc CR, Yao Y, Wang H, Hardison RC, Blobel GA,
Chodosh LA, Weiss MJ. Global regulation of erythroid gene expression by
transcription factor GATA-1. Blood. 2004;104:3136–47.
45. Tsang AP, Visvader JE, Turner CA, Fujiwara Y, Yu C, Weiss MJ, Crossley M,
Orkin SH. FOG, a multitype zinc finger protein, acts as a cofactor for
transcription factor GATA-1 in erythroid and megakaryocytic differentiation.
Cell. 1997;90:109–19.
46. Gregory T, Yu C, Ma A, Orkin SH, Blobel GA, Weiss MJ. GATA-1 and
erythropoietin cooperate to promote erythroid cell survival by regulating
bcl-xL expression. Blood. 1999;94:87–96.
47. Xu J, Shao Z, Li D, Xie H, Kim W, Huang J, Taylor JE, Pinello L, Glass K, Jaffe
JD, et al. Developmental control of polycomb subunit composition by
GATA factors mediates a switch to non-canonical functions. Mol Cell. 2015;
57:304–16.
48. Bresnick EH, Lee HY, Fujiwara T, Johnson KD, Keles S. GATA switches as
developmental drivers. J Biol Chem. 2010;285:31087–93.
49. Kassouf MT, Hughes JR, Taylor S, McGowan SJ, Soneji S, Green AL, Vyas P,
Porcher C. Genome-wide identification of TAL1’s functional targets: insights
into its mechanisms of action in primary erythroid cells. Genome Res. 2010;
20:1064–83.
50. Van Handel B, Montel-Hagen A, Sasidharan R, Nakano H, Ferrari R, Boogerd
CJ, Schredelseker J, Wang Y, Hunter S, Org T, et al. Scl represses
cardiomyogenesis in prospective hemogenic endothelium and
endocardium. Cell. 2012;150:590–605.
51. Cheng Y, Wu W, Kumar SA, Yu D, Deng W, Tripic T, King DC, Chen KB,
Zhang Y, Drautz D, et al. Erythroid GATA1 function revealed by genome-
wide analysis of transcription factor occupancy, histone modifications, and
mRNA expression. Genome Res. 2009;19:2172–84.
52. Yu M, Riva L, Xie H, Schindler Y, Moran TB, Cheng Y, Yu D, Hardison R, Weiss
MJ, Orkin SH, et al. Insights into GATA-1-mediated gene activation versus
repression via genome-wide chromatin occupancy analysis. Mol Cell. 2009;
36:682–95.
53. Chen B, Gilbert LA, Cimini BA, Schnitzbauer J, Zhang W, Li GW, Park J,
Blackburn EH, Weissman JS, Qi LS, Huang B. Dynamic imaging of genomic
loci in living human cells by an optimized CRISPR/Cas system. Cell. 2013;
155:1479–91.
54. Trapnell C, Pachter L, Salzberg SL. TopHat: discovering splice junctions with
RNA-Seq. Bioinformatics. 2009;25:1105–11.
55. Trapnell C, Williams BA, Pertea G, Mortazavi A, Kwan G, van Baren MJ,
Salzberg SL, Wold BJ, Pachter L. Transcript assembly and quantification by
RNA-Seq reveals unannotated transcripts and isoform switching during cell
differentiation. Nat Biotechnol. 2010;28:511–5.
56. Liu X, Zhang Y, Ni M, Cao H, Signer RAJ, Li D, Li M, Gu Z, Hu Z, Dickerson
KE, et al. Regulation of mitochondrial biogenesis in erythropoiesis by
mTORC1-mediated protein translation. Nat Cell Biol. 2017;19:626–38.
57. Dobin A, Davis CA, Schlesinger F, Drenkow J, Zaleski C, Jha S, Batut P,
Chaisson M, Gingeras TR. STAR: ultrafast universal RNA-seq aligner.
Bioinformatics. 2013;29:15–21.
58. Li B, Dewey CN. RSEM: accurate transcript quantification from RNA-Seq data
with or without a reference genome. BMC Bioinformatics. 2011;12:323.
59. Langmead B, Trapnell C, Pop M, Salzberg SL. Ultrafast and memory-efficient
alignment of short DNA sequences to the human genome. Genome Biol.
2009;10:R25.
60. Zhang Y, Liu T, Meyer CA, Eeckhoute J, Johnson DS, Bernstein BE, Nusbaum
C, Myers RM, Brown M, Li W, Liu XS. Model-based analysis of ChIP-Seq
(MACS). Genome Biol. 2008;9:R137.
61. Ramirez F, Ryan DP, Gruning B, Bhardwaj V, Kilpert F, Richter AS, Heyne S,
dundar F, Manke T. deepTools2: a next generation web server for deep-
sequencing data analysis. Nucleic Acids Res. 2016;44:W160–5.
62. Quinlan AR, Hall IM. BEDTools: a flexible suite of utilities for comparing
genomic features. Bioinformatics. 2010;26:841–2.
63. Gu Z, Liu Y, Cai F, Patrick M, Zmajkovic J, Cao H, Zhang Y, Tasdogan A, Chen
M, Qi L, et al. Loss of EZH2 reprograms BCAA metabolism to drive leukemic
transformation. Cancer Discov. 2019;9:1228-47.
64. Shao Z, Zhang Y, Yuan GC, Orkin SH, Waxman DJ. MAnorm: a robust model
for quantitative comparison of ChIP-Seq data sets. Genome Biol. 2012;13:
R16.
65. Heinz S, Benner C, Spann N, Bertolino E, Lin YC, Laslo P, Cheng JX, Murre C,
Singh H, Glass CK. Simple combinations of lineage-determining
transcription factors prime cis-regulatory elements required for macrophage
and B cell identities. Mol Cell. 2010;38:576–89.
66. Liu X, Zhang Y, Xu J: Analysis of CRE-mediated chromatin interactions by
CAPTURE2.0. ATAC-seq, ChIP-seq, RNA-seq, CAPTURE-ChIP-seq, and
CAPTURE-3C-seq datasets. Gene Expression Omnibus. https://www.ncbi.nlm.
nih.gov/geo/query/acc.cgi?acc=GSE139117. Accessed 29 Feb 2020.
67. Zhang Y: CAPTURE2.0 sgRNA design. Github. https://github.com/Yuannyu/
CAPTURE2.0_sgRNA_design. Accessed 29 Feb 2020.
68. Chen Y: MAXIM: a model-based analysis and pipeline of dCas9 Capture-3C-
Seq data of multiplexed version. Github. https://github.com/ChenYong-RU/
MAXIM. Accessed 29 Feb 2020.
Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.
Liu et al. Genome Biology           (2020) 21:59 Page 20 of 20
